Supplementary figure legends

Supplementary Figure 1. Differences in genomic distribution and differential expression across methods.
(A) Percent of intronic reads across samples for each gene, median indicated as a line in method color (B) Differential expression overlap using lenient filters on all (1 FPM in at least two samples) (C) Differential expression overlap using strict filters on all (FPKM ≥ 1 in at least one sample and all samples with FPKM < 5.0 x 10 4 ) (D) Differential expression overlap using strict filter for whole cell and nuclear and a less strict filter for RiboTag (FPKM ≥ 0.1 in at least two samples and all samples with FPKM < 5.0 x 10 4 ) (E) Density plots of gene lengths for all genes, protein-coding genes, and non-coding genes for each method (whole cell = black, nuclear = blue, RiboTag = red) 
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